ABSTRACT Klebsiella pneumoniae is a Gram-negative bacterium that may cause infection in a broad range of hosts. We report here the genome sequences of seven K. pneumoniae isolates from New Zealand sea lions.
isolates from both animals with fatal infections and healthy carriers, suggesting that yersiniabactin was not specific for hypervirulence. More studies are needed to clarify the association between chelating compounds and virulence in K. pneumoniae. One isolate, with a positive string test, did not possess the rmpA and rmpA2 genes considered to play a key role in the hypermucoviscous phenotype (15) , suggesting that other factors may contribute to the expression of the hypermucoviscous phenotype (16) . This is the first report of draft whole-genome sequences of K. pneumoniae isolated from NZSLs. The data from this study will provide further information to help understand the genomic relationships of the K. pneumoniae strains that circulate in NZSLs.
Data availability. The draft whole-genome shotgun sequences described here have been deposited in DDBJ/ENA/GenBank under the accession numbers listed in Table 1 . Raw sequence reads have been deposited in the NCBI Sequence Read Archive under the accession numbers listed in Table 1 .
